An aerobic, Gram-stain-negative, motile, mesophilic bacterium, designated strain 7515T-07 T , was isolated from an air sample in the Taean region, Republic of Korea. The strain grew at 4-40 6C (optimum, 30 6C) and pH 5.0-9.0 (optimum, pH 7.0). Phylogenetic analysis based on 16S rRNA gene sequences showed that strain 7515T-07
The genus Roseomonas is a member of the family Acetobacteraceae within the order Rhodospirillales, class Alphaproteobacteria. The genus was proposed for bacterial isolates causing bacteraemia and other human infections (Rihs et al., 1993) . They are pink-coloured, Gram-negative and coccoid-shaped. At the time of writing, 15 species or subspecies have been validly described (http://www.bacterio. cict.fr/). These were isolated from various environments such as clinical specimens, water, marine invertebrates, soil and air.
Air was sampled outdoors in the Taean region, Republic of Korea, using an MAS-100 air sampler (single-stage multiplehole impactor; Merck) containing a Petri dish with R2A agar (BBL) emended with 200 mg cycloheximide ml 21 (Sigma). The Petri dish was incubated at 30 u C for 5 days and a white-coloured bacterial strain, 7515T-07 T were used as reference strains.
Gram staining was determined using the bioMérieux kit according to the manufacturer's instructions. Cell morphology was examined using light (AXIO; Zeiss) and transmission electron (LEO model 912AB) microscopes. Anaerobic growth was monitored using incubation in the BBL GasPak Anaerobic System (Difco) for 14 days at 30 u C on R2A agar. Casein, starch and tyrosine degradation was examined on R2A agars containing milk powder (5 %, w/v), starch (1 %, w/v) and tyrosine (0.1 %, w/v), respectively. CM-cellulose, and Tweens 20, 40, 60 and 80 were examined on R2A agar emended with 1 % (w/ v) of the substrate. DNase activity was determined with DNase test agar (Difco). Conditions for growth were determined in R2A broth for up to 14 days at 4, 10, 15, 20, 25, 28, 30, 35, 37, 40 and 45 u C, at pH 4.0-10.0 (at intervals of 1.0 pH units, with pH adjusted using citrate/ phosphate or Tris/hydrochloride buffers; Breznak & Costilow, 1994) and with 0, 1, 2, 3, 5 and 7 % (w/v) NaCl. Other physiological tests were conducted with the API 20NE, API ID 32GN and API ZYM (bioMérieux) systems. Strain 7515T-07 T was an aerobic, Gram-negative, non-spore-forming, motile, coccoid-shaped bacterium with cells of 1.0-1.4 mm in diameter (Fig. S1 , available in IJSEM Online). It grew on R2A agar, nutrient agar (NA), trypticase soy agar (TSA) and MacConkey agar (all from Difco). Cells were white, convex and irregular. The strain was able to grow at 4-40 u C (optimum at 30 u C) and pH 5-9 (optimum at pH 7). The phenotypic features of strain 7515T-07 T are presented in Table 1 .
The 16S rRNA gene of strain 7515T-07 T was amplified by using the universal primers fD1 and rP2 (Weisburg et al., 1991) , and was sequenced by Genotec, Daejeon, Republic of Korea. The almost-complete 16S rRNA gene sequence (1426 bp) of the isolate was assembled using SeqMan (DNASTAR) and then compared with other sequences in the EzTaxon-e server (http://eztaxon-e.ezbiocloud.net; . For phylogenetic analysis, the 16S rRNA gene sequence of strain 7515T-07 T and those of related species were aligned using the integrated SINA alignment tool from the ARB-SILVA website (Pruesse et al., 2007) . Phylogenetic consensus trees based on the aligned sequences and evolutionary analyses were constructed using MEGA version 5 (Tamura et al., 2011) with three algorithms, neighbourjoining (Saitou & Nei, 1987) , maximum-parsimony (Kluge & Farris, 1969) and maximum-likelihood (Felsenstein, 1981) , based on 1000 randomly chosen bootstrap replications. Strain 7515T-07 T revealed highest similarity to R. ludipueritiae 170/96 T (96.7 %), R. cervicalis ATCC 49957 T (95.7 %) and R. aestuarii JC17 T (95.1 %), and less than 95 % with all the other valid taxa. Sequence divergence values of 3 % or greater are considered to be strong evidence that organisms are not related at the species level (Stackebrandt & Goebel, 1994) . The phylogenetic tree showed that strain 7515T-07 T formed a robust clade with R. ludipueritiae 170-96 T , R. cervicalis ATCC 49957 T and R. aestuarii JC17
T at 100 % bootstrap support (Fig. 1 ).
For cellular fatty acid analysis, strain 7515T-07 T and the four reference type strains (R. aestuarii KACC 16549 T , R. cervicalis KACC 11686 T , R. gilardii subsp. gilardii KACC 11652 T , R. ludipueritiae KACC 13843 T ) were grown at 30 u C for 48 h on R2A agar until they reached the exponential phase. The fatty acid methyl esters were identified and quantified by using the TSBA 6 database (version 6.10) of the Sherlock Microbial Identification System (MIDI). Polar lipids were extracted and analysed by two-dimensional TLC, and isoprenoid quinones were purified according to Minnikin et al. (1984) and analysed by HPLC as described by Collins (1985) . Polyamines were analysed by HPLC (Shimadzu LC-10A), with the chromatograph equipped with a fluorescence detector (Shimadzu RF-10AXL) and reversed-phase column [Akzo Nobel; Kromasil ODS (25064.6 mm)] as described previously (Busse & Auling, 1988; Busse et al., 1997) . DNA G+C contents were determined by HPLC of deoxyribonucleosides as described by Mesbah et al. (1989) , by using a reversed-phase column (Supelcosil LC-18S; Supelco). The major fatty acids in strain 7515T-07 T were C 18 : 1 v7c (61.4 %) , C 19 : 0 cyclo v8c (14.9 %), C 16 : 0 (8.1 %), summed feature 3 (C 16 : 1 v7c and/ or iso-C 15 : 0 2-OH; 5.5 %) and C 18 : 1 2-OH (4.1 %), which are generally present in the genus Roseomonas (Sánchez-Porro et al., 2009). The detailed fatty acid profiles of strain 7515T-07 T and other closely related species are given in Table 2 . The polar lipids present were diphosphatidylglycerol, phosphatidylglycerol, phosphatidylethanolamine, phosphatidylcholine and two unidentified aminolipids (Fig. S2 ). This polar lipid pattern was almost the same as that of the type species of the genus Roseomonas, Roseomonas gilardii (Sánchez-Porro et al., 2009). Analyses of quinones and polyamines revealed ubiquinone-10 (Q-10) and spermidine as major components, which were common traits in the genus Roseomonas. The DNA G+C content of strain 7515T-07 T was 73 mol%, slightly above values reported for species in the genus Roseomonas (65.8-72.1 mol%).
Strain 7515T-07
T shared the chemotaxonomic properties found in the genus Roseomonas, such as isoprenoid quinone (Q-10), major fatty acids (C 18 : 1 v7c) and polar lipids (diphosphatidylglycerol, phosphatidylglycerol, phosphatidylethanolamine, phosphatidylcholine and unidentified aminolipids). However, strain 7515T-07 T can be differentiated from other closely related members of the genus Roseomonas based on several morphological and physiological properties, such as colony colour, motility, growth temperature range, assimilation patterns, enzyme activities and quantitative fatty acid compositions (Tables 1 and 2 ). Therefore, on the basis of its close relationship but distinctive phenotypic and phylogenetic traits, strain 7515T-07 T is considered to represent a novel species in the genus Roseomonas, for which the name Roseomonas aerophila sp. nov. is proposed.
Description of Roseomonas aerophila sp. nov.
Roseomonas aerophila (a.e.ro9phi.la. Gr. masc. n. aer air; Gr. adj. philos loving; N.L. fem. adj. aerophila air-loving).
Roseomonas stagni HS-69 T (AB369258)
Roseomonas frigidaquae CW67 T (EU290160) *Summed features are groups of two or three fatty acids that cannot be separated by GLC with the MIDI system. Summed feature 2 comprises iso-C 16 : 1 , C 14 : 0 3-OH and/or an unknown fatty acid with an equivalent chain-length of 10.928; summed feature 3 includes C 16 : 1 v7c and/or iso-C 15 : 0 2-OH.
Roseomonas riguiloci 03SU10-P T (HQ436503)
Roseomonas
